FIGURE LEGENDS
Figure S1. Schema of HELP-GT assay. HELP-tagging libraries were prepared by the process described previously (Suzuki et al. 2010) with some modifications as follows. Based on the assumption that most of the hydroxymethylated cytosines come from methylated cytosines, we added a step of β-GT prior to MspI or HpaII digestions (Song, 2010; Josse and Kornberg, 1962) .
The final library was sequenced by multiplexing in-house adapter primers using Illumina HiSeq 2000.
Figure S2
. 5-hmC and 5-mC estimation by the HELP-GT assay are reproducible.
Unsupervised clustering of two independent replicates shows high degree of concordance for both 5-hmC and 5-mC analysis (A, C). A high degree of concordance was also seen in gene specific localization of 5-hmC and 5-mC sites for replicates (B, D) as shown for the representative control sample. 
